While most species within the genus Chamaecostus (Costaceae) are well defined, the broad geographic range and long list of synonyms associated with Chamaecostus subsessilis led us to believe there may be some cryptic species within the complex. We thus investigate the phylogenetic relationships of species in the Chamaecostus lineage and specifically test the monophyly and diversity of the Chamaecostus subsessilis species complex from a population perspective by analyzing molecular sequence data and leaf morphometrics. We interpret evolutionary trends across the entire genus based on a molecular character-based phylogenetic hypothesis that includes all currently described species of Chamaecostus. Our results show that while Chamaecostus is strongly monophyletic, C. cuspidatus is found to be sister to a clade of some but not all samples of C. subsessilis, making it necessary to acknowledge more than one species in the C. subsessilis complex. Herbarium specimens of the C. subsessilis complex could be assigned based on geographic proximity to one of the major three clades recovered in the phylogenetic analysis. Leaf morphometric measurements were performed on each of these lineages and traits were tested to detect differences among phylogenetic lineages. We conclude by proposing the recognition of a new combination, Chamaecostus acaulis, which we describe.
Introduction
Most species are identified on the basis of incongruent patterns and discontinuity of trait variation across individual specimens. Individuals comprising a species manifest their variability in rather continuous variation, and their integrity can only be understood by sampling through the range of this variation (Frost & Kluge 1994) , which can then provide the basis for ascertaining trends across the species unit. These observed trends frequently support the recognition of taxa. However, morphological discontinuity does not always co-occur with lineage splitting: isolated subpopulations bearing significant genetic structure can lack phenotypic differences between them, making species delimitations challenging (DeSalle et al. 2005 , Padial & De La Riva 2009 , Padial et al. 2010 , Florio et al. 2012 . Such cryptic speciation is characterized by two or more morphologically indistinguishable groups of organisms that are found to belong to distinct evolutionary lineages (Sáez & Lozano 2005) . Perceived cryptic speciation can also derive from our inability to distinguish important, and not always prominent, morphological differences (Shaffer & Thomson 2007) . Using a phylogenetic lineage approach, species-level phylogenies and networks are able to provide a consistent and predictive evolutionary understanding of species limits by helping to identify unique evolutionary entities among population-level sampling (Funk & Omland 2003 . The phylogenetic approach to species delimitation is particularly promising because distinct species are interpreted as being on separate evolutionary trajectories (Hey & Pinho 2012) , which, in some cases, are expected to continue to diverge even in the absence of reproductive barriers (Rieseberg et al. 2004) .
Species of Chamaecostus Specht & Stevenson (2006: 157) are fairly distinguishable from one another, with the sole exception being the C. subsessilis (Nees & Mart.) Specht & Stevenson (2006: 158) 
species complex. Taxonomic
Since there is substantial overlap in characters between the two (Figure 3, Table 1 ), we strongly suggest that location should be taken into account when identifying both species, in particular because of the strong geographic structure resolved between the populations analyzed here. Chamaecostus acaulis occurs West of the Araguaia River valley, through Peruvian, Bolivian and Brazilian South Amazonia, and in Western and Southern portions of the Central Brazilian Shield, while Chamaecostus subsessilis occurs East from the Araguaia River valley, and within most of the Central Brazilian Shield and in transition forests between Cerrado and Central Atlantic Rain Forest ( Figure 2B ). However, potentially sympatric populations may occur within the Araguaia River valley, and further detailed analyses of the populations in this transition zone are necessary.
